Background: Regulatory network of cytoplasmic male sterility (CMS) occurrence is still largely unknown in plants, although numerous researches have been attempted to isolate genes involved in CMS. Here, we employed high-throughput sequencing and degradome analysis to identify microRNAs and their targets using high-throughput sequencing in CMS and its maintainer fertile (MF) lines of Brassica juncea. Results: We identified 197 known and 78 new candidate microRNAs during reproductive development of B. juncea. A total of 47 differentially expressed microRNAs between CMS and its MF lines were discovered, according to their sequencing reads number. Different expression levels of selected microRNAs were confirmed by using real-time quantitative PCR between CMS and MF lines. Furthermore, we observed that the transcriptional patterns of these microRNAs could be mimicked by artificially inhibiting mitochondrial F 1 F 0 -ATPase activity and its function in MF line by using treatment with oligomycin. Targeted genes of the microRNAs were identified by high-throughput sequencing and degradome approaches, including auxin response factor, NAC (No Apical Meristem) domain transcription factor, GRAS family transcription factor, MYB transcription factor, squamosa promoter binding protein, AP2-type transcription factor, homeobox/homeobox-leucine zipper family and TCP family transcription factors, which were observed to be differentially expressed between CMS and MF.
Background
Cytoplasmic male sterility (CMS), as a maternally inherited trait that prevents the production of functional pollen, is widely used in hybrid breeding and currently, is observed in > 150 plant species. CMS has been associated with expression of mitochondrial novel open reading frames (ORFs) that arise from rearrangements of mitochondrial genomes. Such orfs are often located adjacent to genes encoding components of the ATPase complex, and co-transcribed with these genes [1] . Although numerous attempts have been tried to isolate genes involved in CMS, regulatory network of CMS occurrence is still largely unknown in plants. Commonly, mitochondrial mutations lead to embryo lethality in plants owing to the essential nature of mitochondrial functions in energy metabolism. CMS mutations are an exception and these are naturally occurring mitochondrial genomic variants that condition nuclear-cytoplasmic incompatibility to produce a male sterility phenotype [1, 2] .
In plant cells, the mitochondrion and chloroplast are two semi-autonomous organelles that encode limited genetic information, with the majority being derived and imported from the nucleus. The inter-organellar communication between mitochondria and the nucleus is extensive, multifaceted and highly regulated. The predominant role of the nucleus in the cell has directed attention in recent years to studies of signaling from the nucleus to organelles (anterograde regulation), focusing mainly on pentatricopeptide repeat proteins that regulate RNA editing in mitochondria/chloroplasts and male fertility restorer genes in CMS [3] . However, organelles are also engaged in regulation of organelle-to-nucleus signaling (retrograde regulation) that fine-tunes nuclear gene expression, and influences stress responses, growth and development [3] [4] [5] . Mitochondrial retrograde regulation (MRR) of nuclear gene expression was first defined in yeast [6] and was well described in yeast and mammals [7] . The RTG (retrograde) pathway in yeast revealed the nuclear target gene CIT2 and key proteins of signal transduction (Rtg1, Rtg2 and Rtg3) [7] . However, mitochondrial retrograde regulation of nuclear gene expression is poorly understood in plants. The few reviews available have presumed that there are similar mitochondrial retrograde regulation pathways to yeasts and mammals [8] [9] [10] [11] . In plant, evidence of plastid retrograde regulation is relatively well described, in which the GUN1 gene integrates multiple signals in the plastid and leads to ABI4-mediated repression of nuclear gene expression [5] . More recently, ABI4-mediated repression of nuclear gene expression was also identified to be involved in a mitochondrial retrograde regulation pathway [12] .
MicroRNAs (miRNAs) are endogenous non-coding RNAs of~22 nucleotides (nt) in length in plants, which guide post-transcriptional gene regulation mainly via mRNA cleavage. In Arabidopsis, miRNAs have been shown to play key roles in various biological processes, including developmental regulation, hormone response and stress adaptation [13] [14] [15] [16] [17] . To date, hundreds of small RNAs (sRNAs) have been isolated by direct cloning or deep sequencing in plants [18, 19] . MicroRNA targets can be identified by computational prediction, based on sequence complementarity between miRNAs and the target mRNA or sequence conservation among different species [20] . They have been implicated in degradation of their mRNA targets into fragments with a monophosphate at the end. Therefore, isolation and sequencing of target mRNA degradation fragments can be used to validate miRNA targets. Recently, degradome sequencing, which combines high-throughput deep sequencing with bioinformatics analysis, has been successfully implemented to identify miRNA targets in Arabidopsis [21] [22] [23] . This method has been used to confirm predicted miRNA targets, allowing large-scale discovery of miRNA targets in plants [21, 22, [24] [25] [26] .
In the present study, we identified miRNAs and their targets using high-throughput sequencing methods during reproductive development of CMS and its MF lines of B. juncea. The differential expression of miRNAs observed between CMS and MF lines suggested that biogenesis of miRNAs could be influenced in the CMS.
Results

sRNA populations in reproductive development of B. juncea
To study the possible gene differences involved in the abortion of pollen development and the abnormal development of floral organ possibly caused by sRNA in CMS B. juncea, the sRNA libraries of reproductive development from CMS and MF B. juncea were constructed with RNAs from all floral buds of one intact inflorescence. Deep sequencing generated a total number of 11 845 753 from MF and 3 339 182 from CMS raw reads (Additional file 1: Table S1 ). After removal of corrupted adapter sequences, reads with length < 15 and > 32 nt and junk reads, there were 7 331 575 and 3 192 676 mappable reads obtained for MF and CMS libraries, respectively (Additional file 1: Tables S1 and S2). The majority of sRNAs were 21-24 nt for both libraries. This is within the typical size range for Dicer-derived products, in which 21-nt sRNAs were most abundant followed by 24 nt as the second largest percentage representing the class of endogenous sRNA families ( Figure 1 ). We further compared the unique miRNAs between MF and CMS. There were 173 and 141 21-24-nt unique miR-NAs in MF and CMS, respectively, of which there were 98 and 90 unique 21-nt miRNAs (Additional file 1: Table S3 ).
Identification of known miRNAs in reproductive development from B. juncea
To identify the miRNAs from the reproductive development of B. juncea, sRNA sequences identified from B. juncea by deep sequencing were compared with the currently known mature plant miRNAs. In miRBase 18.0, there are 291 Arabidopsis pre-microRNAs (pre-miRNAs) reported that correspond to 328 mature miRNAs. In the present study, 99 pre-miRNAs corresponding to 94 miR-NAs were detected, as well as 63 new mature 5 0 -or 3 0 -miRNAs corresponding to Arabidopsis pre-miRNAs detected for the first time (Additional file 1: Tables S4  and S5 ). There were four novel pre-miRNAs corresponding to five mature miRNAs originating from other species rather Arabidopsis. Among the five mature miR-NAs, three new mature 5'-or 3'-miRNAs were detected in B. juncea for the first time. The other two pre-miRNAs corresponding to two mature miRNAs came from two other plant species (Glycine max and Rehmannia glutinosa) and could be mapped to the Arabidopsis genome (Additional file 1: Table S6 ). Five novel miRNAs originating from seven pre-miRNAs could not be mapped to the Arabidopsis genome; these were mapped to other plant species genomes and the extended sequences at the mapped positions of the genome potentially form hairpins (Additional file 1: Table S7 ). Another 17 novel miRNAs identified to originate from pre-miRNAs, that could not be mapped to the Arabidopsis genome but were mapped to other plant genomes, failed in hairpin structure prediction for extended sequences at the mapped positions (Additional file 1: Table S8 ). There were also 13 novel miRNAs conserved in other plant species, but not found in the Arabidopsis genome (Additional file 1: Table S9 ).
Identification of new candidate miRNAs in reproductive development of B. juncea
To identify new miRNAs, we removed all reads with low abundance from sequence data, and the data were then used to query the mRNA (ftp://ftp.arabidopsis.org/ Sequences/ATH cDNA EST sequences FASTA/), noncoding RNA sequences at the database (ftp://ftp.sanger. ac.uk/pub/databases/Rfam/10.1/) and the repeat-Repbase (http://www.girinst.org/repbase/update/index.html). The consensus surrounding the genomic regions of each miRNA was retrieved and secondary structure was predicted. All genomic loci-generating sRNAs that can be folded into a secondary structure were considered as miRNA candidates. In total, 78 pre-miRNAs corresponding to 93 unique mature miRNAs were first identified in the present study, and these candidate miRNAs originated from predicted RNA hairpins (Additional file 1: Table S10 ). The secondary hairpin structures of the representative miR-NAs are shown in Figure 2 and all secondary hairpin structures of candidate miRNAs are listed in Additional file 2: Figure S1 . Interestingly, some new candidate miRNAs were organelle-derived non-coding sRNAs: miRNAs PC-5p-13, PC-3p-14, PC-3p-39, PC-5p-40, PC-3p-54, PC-3p-72, PC-5p-75, PC-5p-88 and PC-3p-90 are derived from chloroplasts, and PC-5p-17, PC-3p-18, PC-3p-25 and PC-5p-26 from mitochondria. Strikingly, several pre-miRNA and mature sequences of new candidate miRNAs were the same, but were located by alignment to nuclear and mitochondrial genomes respectively, including pre-miRNA22/pre-miRNA23, pre-miRNA24/pre-miRNA25, pre-miRNA73/pre-miRNA74 and pre-miRNA75/pre-miRNA76 (Additional file 1: Table S10 ). Finally, 290 miRNAs, including known and new candidates, were identified in reproductive development of MF and CMS B. juncea (Additional file 1: Table S11 ).
Differential expression of miRNAs during reproductive development of MF and CMS B. juncea
miRNAs in MF and CMS were used for differential expression analysis with IDEG6 (http://telethon.bio.unipd. it/bioinfo/IDEG6_form/). The selection methods of differential expression were Audic and Claverie, Fisher's exact test and chi-squared 2 × 2, with the selection threshold of 0.01 (http://telethon.bio.unipd.it/bioinfo/ IDEG6_form/detail.html#AC). Finally, 47 miRNAs were differentially expressed between MF and CMS: among these, 25 and 22 miRNAs were down-and up-regulated, respectively, according to sequencing reads ( Table 1 ). The expressions of 8 selected miRNAs were tested using quantitative real-time RT-PCR (qRT-PCR) analysis, which further validated the differential expression data obtained from sequencing on the whole (Figure 3 ). The expression patterns of 6 of 8 miRNAs were consistent with the sequencing reads. The expressions of ath-miR396b and ath-miR159_R-2 showed no significant differences between CMS and MF, however, the expressions of these two miRNAs were down-regulated in CMS ( Figure 3 ). To determine whether the expressions of miR-NAs could be regulated by mitochondrial function, we studied the expressions of 4 selected miRNAs in MF, CMS and when treated with a mitochondrial-specific inhibitor (oligomycin). For the down-regulated miRNAs in CMS, ath-miR393a and ath-MIR156e-p3, their expressions were also decreased in MF treated with oligomycin, and relatively more reduced in CMS treated with oligomycin. For up-regulated miRNAs in CMS, the expression of ath-miR159a was also increased in MF treated with oligomycin, and relatively more increased in CMS treated with oligomycin ( Figure 3 ).
Target genes of miRNAs by degradome sequencing and analysis
To date, limited targets for miRNAs have been identified in plants. Here, we performed a genome-wide sequencing of miRNA-cleaved mRNA and Cleveland analysis based on recently developed high-throughput degradome sequencing technology [21, 22] . The targets for all miRNAs are listed (Additional file 1: Table S12 ). The abundance of transcripts was plotted for each transcript and the sliced-target transcripts were grouped into five categories according to the relative abundance of tags at the target sites (Additional file 3: Figure S2 and Additional file 4: Figure S3 ). Category '0' is defined as > 1 raw read at the position, with abundance at a position equal to the maximum on the transcript, and with only one maximum on the transcript. Category '1' is described as > 1 raw read at the position, with abundance at the position equal to the maximum on the transcript, and more than one maximum position on the transcript. Category '2' includes > 1 raw read at the position, and abundance at the position less than the maximum but higher than the median for the transcript. Category '3' comprised the transcripts with > 1 raw read at the position, and abundance at the position equal to or less than the median for the transcript; and category '4' showed only one raw read at the position. The representative miRNAs and corresponding targets included all five categories, in which a red line indicates the cleavage site of each transcript ( Figure 4 ). In total we identified 838 and 768 targets in reproductive development for MF and CMS B. juncea, respectively (Additional file 1: Tables S12-1 and S12-2), and 333 high assuring targets with different read abundance of cleavage (Additional file 1: Table S12-Table S3 ). These targets included auxin response factor, NAC (No Apical Meristem) domain transcription factor, GRAS family transcription factor, MYB transcription factor, squamosa promoter binding protein, AP2-type transcription factor, homeobox/homeobox-leucine zipper family and TCP family transcription factor, which have essential roles in gene regulation (Additional file 1: Table S12 ).
We also identified the targets of new candidate miR-NAs by degradome sequencing and analysis. In total, 13 Table 2) . Although some new candidate miRNAs were accumulated to a very low level according to sequencing reads, their targets were still identified by degradome sequencing and analysis. The abundance of transcripts was also plotted on each transcript and these sliced-target transcripts were grouped into five categories according to the relative abundance of the tags at the target sites for the new candidate miRNAs (Additional file 3: Figure S2 and Additional file 4: Figure S3 ). The new candidate miRNAs targeted different genes with a wide variety of predicted functions. Among the identified targets of new candidate miRNAs, PC-3p-41 targeted the GTP-binding elongation factor Tu family of proteins; and PC-3p-65 targeted several genes including MYB domain protein 47, eukaryotic translation initiation factor family protein and squamosa promoter binding protein-like gene, suggesting its multiple regulating functions ( Table 2 ). In addition, several new candidate miRNAs targeted some genes of unknown function.
Expression of miRNA395a and APS1 gene in MF and CMS B. juncea
From degradome sequencing and analysis, ATP Sulfurylase 1 (APS1) gene was identified to be the target gene of miRNA395. To confirm the causality of the miRNA expression patterns and its target gene, we studied the expression of APS1 in MF and CMS. APS1 expression level was higher in CMS than MF because of lower expression of miRNA395a and negative regulation of APS1 expression in CMS ( Figure 5 ). To determine whether the expression of miR395a and APS1 could be regulated by mitochondrial function, we studied the expression of miR395a and APS1 in MF and CMS, and treated with oligomycin. When we treated MF and CMS with oligomycin, APS1 expression was increased, and its induction was greater in CMS ( Figure 5 ).
Discussion
Using high-throughput deep sequencing technology, we pyrosequenced sRNA populations from reproductive [26, 27] .
Here, we observed a high level of 21-nt compared with 24-nt sRNA in reproductive development of B. juncea (Figure 1) . Brassica juncea is an allopolyploid species that originated from hybridization between ancestral parents of B. rapa and B. nigra. sRNAs serve as a genetic buffer against genomic shock in interspecific hybrids and allopolyploid Arabidopsis, in which allopolyploid species usually face reorganization of homological gene regions [28] . In our investigations, we found almost no recombination for the chromosome from B. rapa and B. nigra in allopolyploid B. juncea (unpublished data). The unusual sRNAs might play a role in regulating homologous gene expression. Identification of miRNAs has previously been reported in model plants, including in developing pollen of O. sativa [29] and mature pollen of Arabidopsis [30, 31] by using deep sequencing or miRNA arrays. The present study is the first to report comprehensive identification of miRNAs and their targets using high-throughput sequencing in reproductive development of B. juncea. Because whole genome sequences of B. juncea are not yet available, we mainly referred to genome information of Arabidopsis (which belongs to the Cruciferae family as does B. juncea) to analyze the miRNAs. The majority of these known miRNAs in Arabidopsis and other species were detected and had relatively high expression abundance in B. juncea (Table 1 ). Most known miRNAs had the canonical 21 nt length, suggesting DCL1 cleavage products, with few variations observed in B. juncea. We also identified many B. juncea-specific miRNAs with named miRNA* strands in formed miRBase, being an important prerequisite for new miRNA identification. Additionally, 93 new candidate mature miRNAs were sequenced in reproductive development of B. juncea, of which most represented a new class of miRNAs of 23-25 nt in length, termed long miRNAs (Additional file 1: Table S10 ). These long miRNAs were likely to be dependent on DCL3 and the hierarchical action of other DCLs according to the evolution of miRNAs [32] . Interestingly, some new candidate miRNAs were observed to be organelle-derived miRNAs (Additional file 1: Table S10 ), which suggested that these miRNAs were derived by Indeed, sRNAs can be generated from organelles including chloroplasts and mitochondria in animals, plants, fungi and humans [33] [34] [35] [36] . New candidate miRNAs are considered to be young miRNAs that have evolved recently, and are often expressed at a lower level than conserved miRNAs, as reported from Arabidopsis and Triticum [37, 38] . This observation was also true for most of the new miRNAs identified from B. juncea (Additional file 1: Table S10 ). Moreover, the miRNAs with the same sequence of pre-miRNA and mature miRNA for each group (like pre-miRNA22/pre-miRNA23) (Additional file 1: Table S10 ) are thought to be associated with nuclearmitochondrial co-evolution or communications between nucleus and mitochondria. miRNAs related to reproductive development, especially floral organ development, have been well studied in Arabidopsis; however, identification of the targets regulated by miRNAs related to reproductive development are largely unknown. For example, among these identified miRNAs and their corresponding targets, miRBL and miRFIS (that target the class C genes module) exert homeotic control over Petunia hybrida and Antirrhinum majus floral organ identity [39] . miR172 likely acts in cell-fate specification as a translational repressor of APETALA2 gene in Arabidopsis flower development [40] . miR159 that targets MYB33 and MYB65 is essential for normal anther development in Arabidopsis [41] . Arabidopsis miR167 controls patterns of ARF6 and ARF8 gene expression, and regulates both female and male reproduction [42] . In previous cases, targets of miRNAs were identified by computational prediction in silico, and then using modified 5 0 -RACE-PCR to confirm the expression of target genes in pollen development [29] [30] [31] . The confirmation procedures were convincing but not high-throughput. Degradome sequencing has shown to be powerful in identifying target genes of miR-NAs with greater throughput [21, 22, 24, 26] . The present study is the first to report comprehensive identification of miRNA targets associated with reproductive development using high-throughput sequencing and degradome analysis in reproductive development of B. juncea. Of the identified targets of miRNAs, some were previously shown to be involved in floral organ or pollen development, e.g. MYB65/MYB33 [41] , ARF6/AFR8 [42] , AP2 [40] and SQUAMOSA PROMOTOTER BINDING PROTEIN-LIKE [43] . Some of them have not been shown to be associated with reproductive development as miRNA targets, such as homeobox-leucine zipper family protein, other genes in the PROMOTOTER BINDING PROTEIN-LIKE family and the GRAS family transcription factor genes. We identified 102 targets for new candidate miRNAs in reproductive development of B. juncea ( Table 2 ). The newly identified miRNAs and their targets might offer useful information in potential future studies on miRNAs and their targets involved in reproductive development, which should be further investigated. It is noteworthy that PC-3p-30 targeted the GTP-binding elongation factor Tu family of proteins, which were likely associated with pollen development. The most obvious difference between the targets of conserved and new miRNAs was that most new miRNA targets belonged to categories '3' and '4' (Table 2) , where cleavage abundance was below the median on target transcripts. The finding that new miRNA targets mainly fall into categories '3' and '4' may suggest that these new miRNAs are young and not fully stabilized evolutionarily.
The majority of mature miRNAs are generated from the processes of pri-miRNA by a Dicer-like enzyme and loaded into a ribo-nucleo-protein complex consisting of an ARGONAUTE (AGO) in various biological processes, including developmental regulation, hormone response and stress adaptation. A link between miRNA biogenesis and stresses has been well studied and documented in many cases [13, [44] [45] [46] . In the case of miR398, downregulated by multiple stresses, reduced expression of miR398 in transgenic lines causes enhanced tolerance to oxidative stress [15, 47] . Intriguingly, sucrose can upregulate miR398 expression, suggesting a possible link between cellular energy status and miRNA biogenesis [48] . Such a link is further supported by a recent study, in which miRNA biogenesis could be triggered by inhibition of mitochondrial respiration [49] . Here, we employed deep sequencing to identify miRNAs that might be related to abnormal reproductive development in CMS B. juncea. We detected differential expression of many miRNAs between CMS and MF. Interestingly, the expression patterns of these miRNAs could be mimicked by artificial inhibition of F 1 F 0 -ATPase activity after treatment with oligomycin, a specific inhibitor of the ATPase complex. Our studies suggest that miRNA biogenesis can be regulated by mitochondrial function inhibition, which enlarges the scope of induction of miRNA biogenesis. At least three kinds of mitochondrial retrograde regulation (MRR)pathways and mechanisms are seen in yeast [7, 50] . The general process of MRR is conserved among yeast, mammals and plants, among which the mechanisms of signal molecules and signal transduction pathways are probably quite diverse [7] . In Arabidopsis, using the promoter of AOX1a gene as a mitochondrial marker, candidate mitochondrial retrograde regulation mutants were identified in response to distinct mitochondrial perturbations of the tricarboxylic acid cycle or mitochondrial electron transport chain [51] . The transcription factor ABI4, which has been identified in chloroplast retrograde regulation, also plays an important role in mediating mitochondrial retrograde regulation signals to induce the expression of AOX1a in Arabidopsis. Comparative studies between CMS and MF lines have shown that some nuclear candidate genes and transcription factor genes are involved in retrograde regulation signaling in plants [52] [53] [54] . With deep sequencing and degradome analysis in the present study, we observed that nuclear-cytoplasmic incompatibility can regulate miRNA biogenesis and its corresponding targeted gene expression. Of these TF genes, the TCP family was reported to be involved in nuclear-mitochondrial communication [12] , and homeobox domain protein (PDH) that interacts with ABI4 plays an important role in chloroplast retrograde regulation in Arabidopsis [55] . In the present study, we observed the different miRNAs biogenesis in CMS, although we could not completely conclude that the difference on sRNA is cause or effect for CMS occurrence or whether miRNAs are involved in the retrograde regulation or not. However, we can propose that this difference may partially answer for how mitochondrial and nuclear transcriptome interacts.
Conclusion
In this study, we employed high-throughput sequencing approaches to identify known and new candidate miR-NAs and their targets associated with reproductive development in B. juncea. Comparison of the expression of miRNAs between CMS and MF lines led to a proposal of that microRNA might participate the regulatory network of CMS by tuning fork in genes expressions in CMS B. juncea ( Figure 6 ).
Methods
Plant materials
The CMS B. juncea was developed previously by interspecific hybridization between B. rapa as CMS cytoplasm donor and fertile B. juncea, followed by recurrent backcrossings to fertile B. juncea. Following 13 generations of backcrossings, we obtained the stable CMS B. juncea line with fertile B. juncea being self-crossed as its corresponding maintainer line. All floral buds of an inflorescence from CMS and MF lines of Brassica juncea were collected in this experiment. In each case, samples were harvested and pooled from six individual plants. Then samples were immediately frozen in liquid nitrogen and stored at −80°C.
Total RNA isolation, small RNA library preparation and sequencing Total RNAs were extracted using the Trizol reagent (Invitrogen, USA) according to the manufacturer's protocol. Total RNA quantity and purity were assayed with the NanoDrop ND-1000 spectrophotometer (Nano Drop) at 260/280 nm (ratio > 2.0). Small RNA fractions between 10-40 nt were isolated from the total RNA pool with a Novex 15% TBE-Urea gel (Invitrogen).
Small RNAs were 5' and 3' RNA adapter-ligated by T4 RNA ligase. The adapter-ligated small RNAs were transcribed to cDNA by Super-Script II Reverse Transcriptase and PCR amplified, using primers that annealed to the ends of adapters. The developed cDNA libraries were subjected to Solexa/Illumina sequencing (LC Sciences).
Analysis of sequencing data
Raw sequencing reads were processed into clean full-length reads by the BGI small RNA pipeline. Unique small RNAs were then used to query the mRNA (ftp://ftp.arabidopsis. org/Sequences/ATH cDNA EST sequences FASTA/), noncoding RNA sequences database (ftp://ftp.sanger.ac.uk/ pub/databases/Rfam/10.1/) and the repeat-Repbase (http:// www.girinst.org/repbase/update/index.html). New candidate miRNAs were identified by folding the flanking genome sequence of unique small RNAs using MIREAP (http://sourceforge.net/projects/mireap/), followed by the prediction of secondary structures by Mfold program. Differentially expressed miRNAs in MF and CMS were identified by the online service IDEG6 (http://telethon.bio.unipd. it/bioinfo/IDEG6_form/). The selection methods of differential expression were Audic and Claverie, Fisher's exact test and chi-squared 2 × 2, with the selection threshold of 0.01 (http://telethon.bio.unipd.it/bioinfo/IDEG6_form/ detail.html#AC). Finally, all data were submitted to the database (http://www.ncbi.nlm.nih.gov/geo).
Degradome sequencing and analysis
Degradome cDNA libraries using sliced ends of polyadenylated transcripts from reproductive development in MF and CMS B. juncea were constructed based on the method described previously [21, 22] . Identification and classification of categories of the sliced miRNA targets were processed according to the CleaveLand 3.0 pipeline [21] .
Real-time quantitative-PCR
The expression of 8 selected miRNAs was assayed in CMS and MF lines of B. juncea by Platinum SYBR Greenbased q-PCR (Invitrogen, 11733-038) with the High-Specificity miRNA QuantiMir RT Kit (RA610A-1, System Biosciences) on ABI 7900. The primers of 8 selected miR-NAs and 2 internal control genes (U6 snRNA and actin) are available in Additional file 1: Table S13 .
The expression of selected target gene APS1 was assayed in CMS and MF lines of B. juncea by Real-Time PCR. Real-time PCR reactions were performed according to a previously established method. Primers used are listed in Additional file 1: Table S13 . All the gene expression data were obtained from three individual biological replicates and processed according to strict statistical methods.
